The micro-architecture of the transverse tubular system (t-system) and the arrangement of associated proteins are central to the function of ventricular cardiomyocytes. Recently, Savio-Galimberti and collaborators used confocal imaging and digital image processing to characterize the geometry of t-system in rabbit ventricular cells [1] . The average diameter of single t-tubules was estimated to be 448 ± 172 nm with constrictions occurring every 1.87 ± 1.09 µm along their principal axis. Here, we used a modeling approach to investigate how local variations in t-tubular cross-sectional area and the distribution of membrane 
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